Supplementary
CDS = Coding sequence, Chr = chromosome, VAF= variant allele frequency. *The validation analysis indicated in two instances a higher VAF than the one calculated in the amplicon sequencing. This was observed at a position in NOTCH1 which is in one of two overlapping amplicons located at the end of the amplicon, in a region already covered by the PCR primer. During library preparation, primers were sometimes only partially removed, so that a fraction of the reads still contains parts of the primers, wich are "wildtype" at the mutated position. As the residual four to five bases of primers at the ends of reads could not be removed by the evaluation software, this causes for the respective mutated position many reads with wildtype sequence from the amplicon covering that position in the primer binding site. Importantly, this problem involves only a few mutations that we describe here. Thus, in rare instances we underestimate the VAF of mutated positions. *The first number refers to the VAF in the FFPE material, the second number to the VAF determined for the cell suspension.
